Sir, We read with interest the recent manuscript by Lucarelli et al. 1 describing two resistance regions found in the chromosomes of Salmonella enterica serovar Typhimurium and monophasic Salmonella Typhimurium strains. Both resistance regions identified and sequenced, designated RR1 and RR2, were bounded by two copies of the insertion sequence (IS) IS26 in the same orientation, highlighting yet again the important role of IS26 in mobilizing antibiotic resistance genes.
We were particularly interested by the structure of RR1, which includes four antibiotic resistance genes-bla TEM , strA, strB and sul2-conferring resistance to ampicillin, streptomycin and sulphonamides. RR1 also includes a further internal copy of IS26 in the opposite orientation to the terminal copies, and this copy was flanked by a direct duplication of 8 bp, a feature that is expected to be created on the transpositional insertion of IS26. We recently proposed this structure as an intermediate in the derivation of a transposon, designated Tn6029, from parts of the small IncQ plasmid RSF1010 and the bla TEM -carrying transposon Tn1 (Tn2 or Tn3), and three copies of IS26. 2 We noticed that inversion of one segment of the transposon would bring this direct duplication to either side of the internal IS26 and at the same time restore the order of the sequence found in RSF1010. Conversion from the configuration found in RR1 to that found in Tn6029, and vice versa, can be readily achieved by inversion of the segment containing strA-strB-sul2 via recombination between the two inversely oriented copies of IS26 that surround it.
We found Tn6029 within a Tn1696-like transposon (GenBank accession number GQ150541) in an IncHI2 plasmid isolated from a bovine S. enterica serovar Typhimurium.
2 Searches of the GenBank non-redundant DNA sequence database using the Tn6029 sequence (searched 31 October 2011) revealed structures with identical or near identical sequences to Tn6029 in only five additional entries. Only four of the total of six were noted by Lucarelli et al. 1 These included two very closely related IncHI1 plasmids, pO111_1 (GenBank accession number AP010961) and pHCM1 (GenBank accession number AL513383), from an Escherichia coli strain and a Salmonella Typhi, respectively, a more distantly related IncHI1 plasmid, pAKU_1, from Salmonella Paratyphi A (GenBank accession number AM412236) and an IncF plasmid, pRSB107, from sewage sludge (GenBank accession number AJ851089). However, the transposon in pHCM1 has suffered a small internal deletion.
2 The additional sequences are Tn6029 (GenBank accession number GQ150541) 2 and a virulence plasmid, pO26-CRL, from E. coli (GenBank accession number GQ259888).
3 A closer inspection of the other sequences mentioned by Lucarelli et al. 1 (GenBank accession numbers AY524415 and AY333434) revealed that they contain only part of the Tn6029 or RR1 structure.
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